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Abstract: Microalgae are unicellular photosynthetic organisms considered as potential alternative
sources for biomass, biofuels or high value products. However, limited biomass productivity is
commonly experienced in their cultivating system despite their high potential. One of the reasons
for this limitation is the high thermal dissipation of the light absorbed by the outer layers of the
cultures exposed to high light caused by the activation of a photoprotective mechanism called
non-photochemical quenching (NPQ). In the model organism for green algae Chlamydomonas reinhardtii,
NPQ is triggered by pigment binding proteins called light-harvesting-complexes- stress-related
(LHCSRs), which are over-accumulated in high light. It was recently reported that biomass
productivity can be increased both in microalgae and higher plants by properly tuning NPQ induction.
In this work increased light use efficiency is reported by introducing in C. reinhardtii a LHCSR3
gene under the control of Heat Shock Protein 70/RUBISCO small chain 2 promoter in a npq4 lhcsr1
background, a mutant strain knockout for all LHCSR genes. This complementation strategy leads
to a low expression of LHCSR3, causing a strong reduction of NPQ induction but is still capable of
protecting from photodamage at high irradiance, resulting in an improved photosynthetic efficiency
and higher biomass accumulation.
Keywords: photosynthesis; photoprotection; microalgae; plant biotechnology; light harvesting;
non-photochemical quenching
1. Introduction
Photosynthetic organisms convert light energy into chemical energy to be used for carbon fixation
to sustain cellular metabolism. Light harvesting occurs at the level of pigment binding protein
complexes called Photosystem I (PSI) and II (PSII) [1,2]. Light energy absorbed by pigments bound to
Photosystems causes formation of chlorophyll-excited states and energy transfer to reaction centers
inducing charge separation and electron transport across thylakoid membranes. Light energy is thus
used to extract electrons from water and transfer them to NADPH. This light dependent electron
transport chain involves different electron acceptors and donors among which cofactors bound to PSII
and PSI, plastoquinones, the protein complex Cytochrome b6f (Cyt b6f), plastocyanin, ferredoxin and
ferredoxin-NADP+ reductase enzyme [3–5]. Thylakoidal electron transport is coupled to the formation
of a proton gradient across thylakoids which is then used to produce ATP by the chloroplast ATPase.
Different photosynthetic organisms such as plants or algae must deal with rapid changes in sunlight
quality and quantity which can be very dangerous for the photosynthetic apparatus [6,7]. Indeed,
the formation of an excess of chlorophyll excited state can lead to saturation of the photosynthetic
apparatus, with consequent increased probability of the population of triplet chlorophyll excited
states with long lifetime (ms) which makes it possible to transfer energy to oxygen and form reactive
oxygen species (ROS) [7]. Photosynthetic organisms have different photoprotective strategies to
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light changes, among which the thermal dissipation of the singlet chlorophyll excited states not
quenched by photochemistry, in a mechanism known as non-photochemical quenching (NPQ) [8].
NPQ activation has been reported to be particularly important for de-excitation of PSII complexes
with closed reaction centers, where photochemical reactions cannot properly consume excitation
energy of the chlorophylls bound [9]. NPQ activation and in general regulation of photosynthetic
reactions can be easily monitored in vivo by chlorophyll fluorescence measurement, a powerful
tool to investigate the response of the photosynthetic apparatus to changing environments [10–13].
NPQ has been reported in all oxygenic photosynthetic organisms [14–19], but while in natural
conditions it could be important for survival, NPQ activation decreases light use efficiency by
opening a dissipative channel of the light energy absorbed. Indeed, recent studies have demonstrated
that biotechnological manipulation of crops or microalgae cultures inducing a reduction of NPQ
activation or a faster recovery from dissipative state significantly increased photosynthetic efficiency
and biomass production [20,21]. Increasing productivity in microalgae is a highly debated topic since
microalgae have been proposed as a sustainable alternative for biofuels and food production, since
these organisms have high potential photosynthetic efficiency, do no compete for arable land and
can be cultivated using nutrient from wastewater [22–27]. In the model organism for green algae,
Chlamydomonas reinhardtii, NPQ is triggered by the pigment-binding subunits LHCSR1 and LHCSR3,
two LHC (light harvesting complex)-like Chl a/b-xanthophyll-binding proteins; these subunits have
been reported to trigger NPQ induction on the basis of lumenal pH, being able to significantly quench
excitation energy present at the level of both PSI and PSII [15,20,28–31]. Both genes for LHCSR1
and LHCSR3 are transcriptionally regulated causing overaccumulation of these subunits in stress
conditions [15,32]. Three genes encode LHCSR proteins in C. reinhardtii: two of them are closely related
and encode the same product (LHCSR3) while the other one encodes the LHCSR1 subunit, which
shows 82% identity to LHCSR3 [15]. All the different genes for LHCSR subunits in C. reinhardtii are
transcriptionally controlled, depending on light, CO2 concentration and calcium signaling [15,32,33]
Through random insertional mutagenesis, npq4 mutant, a knockout mutant for both LHCSR3.1 and
LHCSR3.2 genes, was obtained, accumulating only LHCSR1 subunit [15], while by TILLING (Targeting
Induced Local Lesions IN Genomes) a knockout mutation for LHCSR1 was added, obtaining the
npq4 lhcsr1 mutant which does not accumulate any LHCSR proteins [28,34]. These mutants revealed
that even if both LHCSR subunits are active, LHCSR3 has a predominant role in NPQ induction [15].
Indeed, npq4 mutant was characterized by a strong NPQ reduction associated with a significant
increase in biomass productivity [20] while the npq4 lhcsr1 showed similar growth rates compared
to WT in continuous light conditions [34]. Interestingly, despite a ~60% reduction in NPQ induction,
npq4 was not more photo inhibited compared to WT, while npq4 lhcsr1 mutant was characterized by
the highest production of ROS [20]. These results suggested that it is possible to improve biomass
production in C. reinhardtii reducing NPQ activation if a basal level of photoprotection is ensured by
accumulation of some LHCSR subunits, such as LHCSR1 in the case of npq4 mutant [20]. In this work,
a different strategy to obtain strains with reduced NPQ and increased photosynthetic efficiency was
addressed, by complementation of npq4 lhcsr1 mutant with LHCSR3 gene under control of a promoter
obtained by fusion of Heat Shock Protein (HSP)70 and RUBISCO small subunit (RBCS) 2 promoters [35]:
LHCSR3 gene controlled by HSP70/RBCS2 promoter is not strongly induced in high light resulting in a
low expression of this gene and reduced NPQ compared to WT. This strategy could be indeed required
for the biotechnological manipulation of other microalgae species inducing a basal accumulation of
LHCSR subunits in mutants with NPQ phenotypes.
2. Results
2.1. Complementation of npq4 lhcsr1 Strain
C. reinhardtii strains with a constitutive expression of LHCSR3 gene were obtained by complementation
of npq4 lhcr1 mutant with LHCSR3 coding sequence under control of a promoter obtained fusing
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promoters of HSP70 and RBCS2 genes as previously reported [35] (Figure 1). In particular, two vectors
were used for complementation differing in the presence of transit peptides: pSL18_HR contained
LHCSR3 whole coding sequence, including its putative transit peptide, while in pSL18_HR_chloro
LHCSR3 coding sequence was deleted of the first 42 nucleotides, corresponding to the putative 14
amino acids chloroplast transit peptide, according to ChloroP prediction [36], which were replaced by
the RUBISCO small subunit transit peptide [37].
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pSL18_HR_chloro with an increased NPQ compared to npq4 lhcsr1, suggesting the accumulation of a 
functional LHCSR3 protein (Figure S1B). LHCSR3 protein accumulation was then investigated by 
immunoblotting, confirming the presence of LHCSR3 protein in transformed lines with an increased 
NPQ phenotype compared to npq1 lhcsr1 mutant (Figure S1C). Three of these lines were then selected 
for the following experiments: two lines transformed with pSL18_HR (lines E7 and E10) and one line 
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quantified by immunoblotting in cells grown at low light (Figure 2A) or high light (Figure 2B) 
conditions, using the PSII subunit CP43 as control for loading. As reported in Figure 2A, in low light 
all transformed lines showed a LHCSR3 accumulation on chlorophyll basis (Figure 2C) or normalized 
to CP43 content (Figure 2E) comparable to the case of WT cells grown in the same conditions. In high 
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Transformed lines surviving antibiotic selection (Figure S1A) were grown in high light conditions
and screened for NPQ induction compared to the background strain. NPQ screening allowed the
identification five lines transformed with pSL18_HR and one line transformed with pSL18_HR_chloro
with an increased NPQ compared to npq4 lhcsr1, suggesting the accumulation of a functional LHCSR3
protein (Figure S1B). LHCSR3 protein accumulation was then investigated by immunoblotting,
confirming the presence of LHCSR3 protein in transformed lines with an increased NPQ phenotype
compared to npq1 lhcsr1 mutant (Figure S1C). Three of these lines were then selected for the following
experiments: two lines transformed with pSL18_HR (lines E7 and E10) and one line transformed
with pSL18_HR_cloro (line B6). LHCSR3 level in these complemented lines was quantified by
immunoblotting in cells grown at low light (Figure 2A) or high light (Figure 2B) conditions, using the
PSII subunit CP43 as control for loading. As reported in Figure 2A, in low light all transformed lines
showed a LHCSR3 accumulation on chlorophyll basis (Figure 2C) or normalized to CP43 content
(Figure 2E) comparable to the case of WT cells grown in the same conditions. In high light conditions,
WT cells showed a strong increase of LHCSR3 accumulation compared to cells grown in low light
both on a chlorophyll basis or upon normalization to CP43 content, leading to a strong increase of
LHCSR3/PSII ratio, as previously reported [38,39] (Figure 2, Figure S2). Differently, transformed lines
showed only a partial increase of LHCSR3 accumulation on a chlorophyll basis (Figure 2D) or per PSII
(Figure 2F) in high light. In both low and high light conditions, E10 line showed a protein level slightly
lower compared to the other transformed lines, which could be ascribable to a position effect. It is
worth to note that in transformed lines, the phosphorylated form of LHCSR3, migrating at slightly
higher apparent MW compared to the un-phosphorylated form [36,40], was particularly evident in
high light-grown transformed lines, in agreement with the higher activity of the STT7 kinase in high
light in mutants with reduced NPQ induction [41].
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amount of LHCSR3/Chl and LHCSR3/CP43 ratios were then normalized the ratios detected in WT 
cells grown in low light conditions. In the case of WT grown in high light conditions, LHCS3/Chl and 
LHCSR/CP43 ratios were normalized to the levels detected for WT cells grown in low light according 
to results reported in Figure S2. Values in (c, d, e, f) are indicated as arbitrary units (a.u.) with standard 
deviation reported as error bar (n = 3). 
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further decreased. Intermediate values of Chl a/b ratio between WT and transformed lines were
measured for the background strain npq4 lhcsr1 grown in low light, while Chl a/b ratio in high light,
Chl/Car ratio and Chl content per cell both in low light and high light were similar between WT and
npq lhcsr1 (Table S1), suggesting the different pigment binding properties observed in transformed
lines are independent from the genetic background but rather related to an adaptation process to the
growing conditions likely related to reduced NPQ induction observed in these strains with consequent
increased excitation pressure at the level of PSII. As reported in Supplemental data Table S2 the average
cell size was not significantly different for transformed lines compared to WT, neither in low light nor
high light conditions, suggesting that the reduced chlorophyll content per cell observed in transformed
lines is likely dependent on adaptation processes occurring at the level of the chloroplast.
Table 1. Pigments analysis of transformed lines compared to WT. Chlorophyll content per cell, Chl a/b
ratio, and Chl/Car ratio are reported with standard deviation (n = 4).
Chl/Cell s.d. Chl a/b s.d. Chl/Car s.d.
low light
WT 2.16 × 10−6 1.99 × 10−7 1.86 0.01 3.93 0.02
B6 1.42 × 10−6 1.26 × 10−7 3.22 0.01 2.46 0.01
E7 1.40 × 10−6 2.69 × 10−7 3.24 0.03 2.50 0.02
E10 1.29 × 10−6 7.70 × 10−8 3.24 0.10 2.49 0.06
high light
WT 7.29 × 10−7 1.29 × 10−8 1.49 0.04 2.48 0.20
B6 3.87 × 10−7 7.29 × 10−9 2.43 0.07 1.39 0.06
E7 4.38 × 10−7 1.09 × 10−8 2.53 0.03 1.15 0.03
E10 4.17 × 10−7 9.63 × 10−9 2.59 0.05 1.07 0.03
2.3. NPQ Induction and LHCSR3 Accumulation
NPQ induction kinetics of WT, npq4 lhcsr1 mutant and complemented lines are reported in Figure 3
for cells grown in low light or high light. Low light-acclimated WT cells were characterized by a lower
NPQ induction compared to high light cells (Figure 3A,B) as previously reported, because of light
dependent accumulation of LHCSR3 in C. reinhardtii [15,38]. Differently, npq4 lhcsr1 mutant did not
show any NPQ induction neither in low or high light, due to the absence of LHCSR subunits in this
strain [20,28,34]. Complemented lines B6, E7 and E10 were characterized by an initial rise of NPQ
induction during the first minute of measurement, followed by a decrease even if actinic light was still
turned on. In low light, the maximum NPQ induction observed for WT and transformed lines was
similar (Figure 3C), but while WT reached the maximum NPQ value at the end of the illumination
period, complemented lines reached maximum NPQ induction after 30 s followed by a strong decrease
in NPQ. A similar behavior was also observed in high light, with the maximum NPQ level observed
in transformed lines only at the beginning of the measurement. Maximum NPQ level observed in
the transformed line was thus much lower compared to WT (Figure 3D); the dependency of NPQ
maximum induction vs. accumulation of LHCSR3 protein is reported in Supplemental data Figure S3,
suggesting a linear correlation between the amount of LHCSR3 per chlorophyll and the maximum NPQ
value observed, which is in agreement with previous reports [20,38]. Moreover, NPQ in complemented
lines decreases after few minutes in low light or seconds in high light; this result can be related to
light-dependent activation of the Calvin cycle and de-saturation of photosynthetic electron chain. In
order to further elucidate this point, the accumulation of the different photosynthetic subunits was
investigated by immunoblotting.
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an increased possible consumption of ATP and NADPH produced by light phase by carbon fixation,
and at the same time a relative increase of electron acceptors downstream of PSII, as Cytb6f and PSI.
Different accumulation of photosynthetic subunits likely allows dealing more efficiently with the
increased excitation pressure on PSII due to reduced NPQ. Similar immunoblotting analyses were also
performed comparing WT and npq4 lhcsr1 to evaluate possible differences related to the background
strain (Figure S5); no differences were observed between WT and npq4 lhcsr1, with the only exception
of a more evident reduction of LHCII content in npq4 lhcsr1. These results confirm that the different
accumulation of photosynthetic subunits observed in transformed lines are related to the expression of
the LHCSR3 subunit and not to their genetic background.
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ATPase β-subunit, PsaA, CP43, Cyt f, LHCII, CP29 and LHCBM4/6/8 subunits. Micrograms of
chlorophylls loaded in each lane are reported on the top. (b): Immunoblot signals reported in panel
A were analyzed by densitometry to determine the relative protein abundance. Each protein level
was normalized to the WT protein level. LHCII/PSII and PSI/PSII ratio are also reported. Standard
deviation is indicated as error bars (n = 4).
2.5. Light Dependent Oxygen Evolution vs. Photoprotection
Photosynthetic activity of transformed lines compared to WT was evaluated measuring light-
dependent oxygen evolution curves at different actinic light intensities (Figure 5). Transformed
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lines showed higher Pmax than WT, demonstrating an increasing light use efficiency for these
strains. These data are consistent with improved light-dependent electron transport across thylakoids in
transformed lines. Differently, dark respiration per cell was similar in transformed lines compared to WT.
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Figure 5. Light saturation curves of photosynthetic oxygen evolution obtained from WT (4A+) and
transformed lines. Data are reported on chlorophyll basis (a) or on a cell basis (b). Standard deviations
are reported as error bars (n = 3).
Increased pho synthe ic activi y of transformed lines c arac er zed by reduced NPQ ctivation
opens the q estion about the photoprotective properties of thes strains. Singlet oxygen formation was
thus followed in vivo upon exposure of cells to a strong red light by using a fluorescent probe called
Singlet Oxygen Sensor Green [43], of which the fluorescence emission is linearly dependent on the
concentration of singlet oxygen [44]. As reported in Figure 6, transformed lines were characterized by
a similar or even less singlet oxygen production compared to WT, while their background strain npq4
lhcsr1 was the strain with the highest singlet oxygen production. This data suggests that, as previously
observed in the case of LHCSR1 accumulated at low level in npq4 mutant, photoprotection provided
by the small amount of LHCSR3 accumulated in WT was sufficient to preserve the photosynthetic
apparatus from photoinhibition.
Int. J. Mol. Sci. 2018, 19, 155 8 of 16 
 
showed higher Pmax than WT, demonstrating an increasing light use efficiency for these strains. These 
data are consistent with i proved light-dependent electro  transport across thylakoids in transformed 
lines. Differently, dark respiration per cell was similar in transformed li es compared to WT. 
 
Figure 5. Light saturation curves of photosynthetic oxygen evolution obtained from WT (4A+) and 
transformed lines. Data are reported on chlorophyll basis (a) or on a cell basis (b). Standard deviations 
are reported as error bars (n = 3). 
Increased photosynthetic activity of transformed lines characterized by reduced NPQ activation 
opens the question about the photoprotective properties of these strains. Singlet oxygen formation 
was thus followed in vivo upon exposure of cells to a strong red light by using a fluorescent probe 
called Singlet Oxygen Sensor Green [43], of which the fluorescence emission is linearly dependent on 
the concentration of singlet oxygen [44]. As reported in Figure 6, transformed lines were 
characterized by a similar or even less singlet oxygen production compared to WT, while their 
background strain n q4 lhcsr1 was the str in with the highest singlet oxygen production. This data 
suggests that, as reviously observed in the case f LHCSR1 accumulated at low level in npq4 mutant, 
photoprotection provided by the small amount of LHCSR3 accumulated in WT was sufficient to 
preserve the photosynthetic apparatus from photoinhibition. 
 
Figure 6. Singlet oxygen production for WT and transformed lines. Singlet oxygen production was 
estimated from fluorescence emission of Singlet Oxygen Sensor Green (SOSG) probe. Data reported 
are the mean values of three independent biological replicates with standard deviations indicated as 
error bars. 
0 500 1000 1500 2000 2500
0.0
. x10-9
2.0x10-9
3.0x10-9
4.0x10-9
5.0x10-9
0 500 1000 1500 2000 2500
0.00
0.01
0.02
0.03
0.04  WT
 B6
 E7
 E10
µm
ol 
O 2
 h-
1  c
ell
-1  
LIGHT INTENSITY (a.u.)
(a)                                                        (b)
 WT
 B6
 E7
 E10
µm
ol 
O 2
 h-
1  m
g C
hl-
1  
LIGHT INTENSITY (a.u.)
0 2 4 6 8
0
3
6
9
12
15  WT (4a+)
 npq4
 npq4 lhcsr1
 B6
 E7
 E10
SO
SG
 flu
ore
sc
en
ce
 
em
iss
ion
 [a
.u.
]
Time (hours)
i r . i l t ti f t f li . i let e r ti s
esti ated fr fl r sce ce issi f i l t s r ) . t rt
r t l s f t r i t i l ic l r li t s it t r i ti s i ic te s
err r r .
Int. J. Mol. Sci. 2018, 19, 155 9 of 16
2.6. Biomass Productivity
Transformed lines with LHCSR3 gene under control of the HSP70/RBCS2 promoter were
characterized by reduced NPQ induction compared to WT and increased photosynthetic activity
(Figure 5) without suffering from photoinhibition (Figure 6). In order to prove a possible increased
biomass productivity of transformed strain, growth performances in solid medium in high light was
tested by spotting different cell concentrations for each genotype on HS medium (Figure 7A) and
comparing transformed lines to WT, npq4 and npq4 lhsr1 strains. As reported in Figure 7, npq4 and
transformed lines were characterized by a faster and increased growth compared to WT, while the
lowest growth performance was detected for npq4 lhcsr1 strain.
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Figure 7. Spot test for WT and transformed lines. Each genotype was spotted on solid minimum
medium with three different cell amount (102,103 and 104 cells). Scale bar is reported on bottom left.
Biomass productivity was then investigated in liquid medium by growing t ansformed lines
in small scale photobioreactors (Multicultivator MC-1000-OD), at 400 µmol m-2·s-1. As reported in
Figure 8A, transformed lines grew faster than WT reaching higher cell density at the end of the growth
curve (Figure 8B). Daily productivity was then estimated from the first derivate of the sigmoidal
curves used to fit growth curves (Figure 8C), showing a ~35% higher maximal daily productivity
in transformed lines compared to WT. Accordingly, dry weight of biomass collected at the end of
the growth was increased in transformed lines by ~34% compared to WT (Figure 8D). Consistently,
the specific growth rate (µ) calculated for transformed lines was increased by ~18% compared to WT
(Figure 8E). It is worth to note that the specific growth rates rep rted in Figure 8D are consistent
with previous growth ates reported for C. reinhardtii [45–48]. Photosynthetic effi iency of WT and
transformed cultures were then calculated considering the t tal amount of photons received by the
cultures and the energy stored as dry weight bio ass at the end of growth curves; WT cells exhibited
a photosynthetic efficiency of 3.4%, while transformed lines scored photosynthetic efficiencies of
4.4–4.7% (Figure 8F). While growth kinetics and biomass accumulation of npq4 lhcsr1 was reported to
be similar or lower compared to WT [34], complementation of npq4 lhcsr1 mutant with LHCSR3 gene
under a constitutive promoter caused a significant increase of photosynthetic efficiency and biomass
accumulation compared to WT.
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Figure 8. Biomass productivity n photobi reactors. : growth curves of WT d transformed lines
obtained by measuring the optical density (O.D.) at 730 nm.. Growth curves were fitted with an
exponential growth function; (b): daily productivity estimated from the first derivate of the fitting
curves reported in (a); (c): cell density obtained at the end of the growth curve; (d): dry weight
obtained at the end of the growth curve; (e): specific growth rate (µ) for WT and transformed lines; (f):
photosynthetic efficiency of WT and transformed lines calculated from dry weight obtained at the end
of growth curve. Mean value of three independent measurements are reported. Standard deviation are
reported as error bars (n = 3).
3. Discussion
NPQ is a feedback photoprotective mechanism triggered in oxygenic photosynthetic organisms
to decrease th risk of photoinhibitio and cell death [7]. NPQ quenches chlorophyll singlet excited
states reducing the probability of chlorophyll triplet formation and ROS production [49]. However,
excitation energy quenched by NPQ is unavoidably loss for photochemical reactions, causing a
decrease in photosynthetic efficiency [20,50]. Previous reports on the npq4 mutant demonstrated that a
reduced NPQ ctivation in the abs nce of LHCSR3 protein caused an increase of biomass accumulation
compared to WT due to in reased phot synthetic efficiency [20]; npq4 mutant was rep rted to produce
a similar level of singlet oxygen upon exposure to strong light compared to WT, despite strong
reduction of NPQ, while the double mutant npq4 lhcsr1 was more photo-inhibited than WT and npq4
due to complete suppression of light-dependent NPQ activation [20]. It is worth to mention that a
recent paper reported a similar biomass accumulation and CO2 fixation upon continuous cultivation
of npq4 mutant and WT, while previous work reported an even stronger light susceptibility of npq4
strain [15,41,51]. Contrasting results reported in the literature about the performances of npq4 mutant
are likely related to the different environmental conditions adopted for cultivation. In particular,
the need for an efficient NPQ activation could be attenuated in the presence of high CO2 content,
resulting in a more active Calvin–Benson cycle as a sink for electrons transported during the light
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phase of photosynthesis. Moreover, the residual NPQ observed in npq4 mutant depends on LHCSR1
subunit, the accumulation of which is strictly controlled at the transcriptional level by high light
and high CO2 content [32]. Residual NPQ observed in npq4 mutant is indeed related to LHCSR1
overexpression to partially counterbalance LHCSR3 absence and to ensure the minimum level of
photoprotection required to sustain growth in high light condition [20]. In this work, we demonstrate a
different strategy to increase photosynthetic efficiency by reducing NPQ, consisting of low expression
of LHCSR3 gene in absence of LHCSR1. Complementation of npq4 lhcsr1 mutant with LHCSR3 genes
under HSP70/RBCS2 promoter (Figure 1) indeed resulted into accumulation of LHCSR3 protein similar
to WT in LL conditions, but not in HL, where transformed lines were characterized by a strong
reduction of LHCSR3, due to the strong light dependent transcriptional activation of the endogenous
LHCSR3 gene in the WT (Figure 4). As reported in Figure 6, transformed lines with low NPQ induction
were characterized by similar or even lower singlet oxygen production compared to WT, demonstrating
that the excitation energy not quenched by NPQ could be successfully managed by the photosynthetic
apparatus with, therefore, a 30% increase of biomass accumulation in transformed lines (Figure 8).
Expression of LHCSR3 at low levels is thus a sufficient condition in C. reinhardtii to ensure enough
photoprotection at least in the growth conditions herein tested, allowing for a higher photosynthetic
efficiency (Figures 5 and 8F), because of reduced NPQ (Figure 3). We cannot exclude that more stress
conditions, at higher irradiances, could impair the productivity of transformed lines, even if the singlet
oxygen production of these strains illuminated with a strong light was similar or even lower than
WT; additional experiments are required to elucidate the potential limits of this strategy to increase
biomass productivity. It is interesting to note that NPQ induction curves of transformed lines were
markedly different compared to WT, since the maximum NPQ level was observed only in the first
minutes or seconds after exposure to actinic light, followed by a strong decrease. This result is likely
related to light-dependent activation of Calvin cycle enzymes which consume NADPH and ATP,
reducing the excitation pressure on PSII, when the CO2 concentration is sufficient to provide a sink for
photosynthetic light phase products. This hypothesis is sustained by the strong increase in RUBISCO
enzyme observed in transformed lines compared to WT both on a chlorophyll or cell basis (Figure 4,
Supplemental data Figure S4), suggesting that the reduction in NPQ observed in transformed lines
causes an enhanced Calvin–Benson cycle and a more general re-organization of the photosynthetic
apparatus. Decrease in chlorophyll content was observed both in transformed lines coupled with
increased Chl a/Chl b ratio and related to increased PSI/PSII ratio. Reduction of PSII content on a cell
basis is likely the main reason for the reduced chlorophyll content observed in the case of transformed
lines compared to WT (Table 1). The decreased PSII content on a cell basis is likely not related to PSII
damage, since the oxygen evolution curves of transformed lines are characterized by a higher Pmax
compared to WT, while in case of damaged PSII, the opposite would be expected. Rather, relative
increase of PSI and Cytb6f compared to PSII content in transformed lines suggests a more efficient
use of electrons coming from water splitting at the level of PSII. This adaptation strategy is likely
adopted by transformed lines in order to improve oxidation of QA at the level of PSII reducing the risk
of photoinhibition even in the presence of a strongly reduced NPQ activation. The higher resistance of
transformed lines to ROS production can thus be explained as a combination of improved electron
transport across thylakoid, increased electron sink due to relative increase of Calvin–Benson enzymes
and reduced Chl/Car ratio (Table 1), with carotenoids being important photoprotective agents inducing
chlorophyll triplets quenching and ROS scavenging [7]. In this scenario, transformed lines can better
face high light stress and use light energy thanks to a boosted photosynthetic electron transport and
carbon fixation machinery; the sum of these elements allows for improved light use efficiency and,
thus, biomass accumulation. It is interesting to note that the different compositions of photosynthetic
subunits in transformed lines are in line with what has been previously observed for npq4 mutant
compared to WT and for WT cells adapted to high light compared to low light grown cells. These results
suggest that the reduction of NPQ observed in transformed lines induces cellular acclimation with
a similar mechanism compared to WT cells exposed to increased irradiances due to the increased
Int. J. Mol. Sci. 2018, 19, 155 12 of 16
excitation pressure on photosystems when thermal dissipation of singlet chlorophyll excited states is
reduced. The comparison between transformed lines with LHCSR3 gene under HSP70/RBCS2 promoter
and their background, npq4 lhcsr1 mutant, demonstrate how the biochemical changes observed in
transformed lines are not dependent on their background; the presence of LHCSR3 ensures a minimal
level of photoprotection which allows the chloroplast to adapt the photosynthetic apparatus in order
to exploit, as much as possible, the unquenched excitation energy. In addition, since LHCSR subunits
have been previously reported to interact with both PSII and PSI [52–54], it cannot be excluded that
LHCSR1 or LHCSR3 in C. reinhardtii could be required for this light-dependent adaptation process of
the thylakoid membranes by controlling PSII and/or PSI stabilization in high light-treated cells; this
possible hypothesis requires additional work to be elucidated.
In summary, the results herein reported provide additional information on the relationship between
NPQ and productivity in C. reinhardtii, suggesting that a possible strategy to improve light use efficiency
and biomass productivity is controlling the expression of LHCSR3 gene by a promoter which is not
strongly light inducible as in the case of its endogenous promoter, causing a strong reduction of
NPQ induction in high light-treated cells. This strategy, herein reported for the model organism
C. reinhardtii, could be transferred to other algal species, such as those with high commercial interest;
in this case, knockout of potential high light-upregulated LHCSR-like genes could be obtained by
genome editing or random mutagenesis, followed by complementation of LHCSR gene(s) under the
control of a constitutive promoter. It is worth to mention that the relevance of NPQ induction in the
natural environment is likely high, considering the ubiquitous identification of NPQ activation among
oxygenic photosynthetic organisms. However, in artificial controlled conditions, as those experienced by
microalgae in photobioreactors, tuning of NPQ can be a powerful tool to increase biomass productivity.
4. Materials and Methods
4.1. Chlamydomonas Reinhardtii Transformation
LHCSR3 coding sequence was obtained by PCR amplification of cDNA obtained from RNA
extracted from high light treated 4A+ cells [36]. LHCSR3 coding sequence was then cloned in two
vectors called pSL18_HR and pSL18_HR_chloro. Both vectors are derived from PSL18 vector [55]
controlling the inserted sequence with a promoter obtained by fusion of heat shock protein 70 e
RUBISCO small subunit promoters [35]. In the case of PSL18_HR_chloro the inserted LHSR3 coding
sequence was deleted of the first 42 bases to remove the endogenous transit peptides, which was
substituted by the transit peptide of RUBISCO small subunit [56]. npq4 lhcsr1 strain [28] was
transformed by electroporation as described in [55]. Selection of transformed colonies were performed
in solid medium in presence of paromomycin.
4.2. Chlamydomonas Reinhardtii Cultivation
C. reinhardtii cells of strains 4A+, CW15, npq4, npq4 lhcsr1 [15,20,57] and transformed lines
were grown in minimum medium (HS medium) in flasks in control conditions (70 µmol m−2·s−1;
photoperiod of 16/8 h of light/dark). Growth analysis in liquid medium was performed in a small
scale photobioreactors provided by Multi-Cultivator MC 1000 (Photon System Instruments, Brno,
Czech Republic) as described in [20]. The samples were grown for one day at 70 µmol m−2·s−1, and then
at 400 µmol m−2·s−1. Each experiment started with 5× 105 cells/mL in minimal medium (HS medium)
enriched with NaHCO3 (0.5 g/L). Cell density in the Multi-Cultivator MC 1000 tubes was automatically
monitored every ten minutes by measuring cell dependent scattering at 730 nm. The samplings for
pigment analysis, immunoblotting, fluorescence and photosynthetic measurements were carried out
on cultures in exponential growth phase. At the end of the exponential phase of growth, the cells
were counted at the microscope using an improved Neubauer hematocytometer. Specific growth
rates were calculated from liner regression of the exponential growth phase in logarithmic scale as
described in [48]. Cell dry weight was measure upon drying biomass for 4 days at 60 ◦C. Spot test
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was performed spotting cells grown at 70 µmol m−2·s−1 at mid-exponential phase. In particular 102,
103 and 104 cells were spotted HS medium with 1% agar added; plates were then exposed to high light
(400 µmol m−2·s−1) for eight days.
4.3. Chlorophyll Fluorescence and Oxygen Evolution Measurement
A video imaging system designed for acquiring fluorescence (FluorCam 800MF by Photon
System Instruments, Drasov, Czech Republic) was used for screening transformed lines for a
phenotype of increased NPQ compared to their background npq4 lhcsr1. NPQ was calculated as
Fm/Fm’ − 1 according to [8], where Fm is the maximum fluorescence emitted upon exposure to a
saturating flash (3000 µmol m−2·s−1) of dark adapted cells, while Fm’ is the maximum fluorescence
emitted upon exposure to a saturating flash of cells exposed to actinic light (1200 µmol m−2·s−1).
NPQ measurements were also performed using a PAM-110 fluorometer with a saturating light at
5000-µmol photons m−2·s−1 and actinic light of 1500 µmol photons m−2·s−1. Before measurements,
cells were dark-adapted under stirring for at least 60 min at room temperature. Photosynthetic O2
production was measured on whole cells at 25 ◦C using a Clark electrode for the liquid phase oxygen
measurements (Oxy-Lab, Hansatech Instruments Ltd., Norfolk, UK) [20].
4.4. Pigment Analysis
Pigments analysis were performed upon pigments extraction in 80% acetone and HPLC analysis
as previously described [58].
4.5. SDS-PAGE Analysis, Immunoblot Assays and Western Blotting Quantifications
Protein extracted from whole cells were analyzed by SDS-PAGE electrophoresis on a 15%
acrylamide gel with Tris-Tricine buffer system [59]. Immunoblot assays with antibodies against
different polypeptides were performed as previously described [20,42].
4.6. Singlet Oxygen Production
Singlet oxygen production was measured in vivo by exposing cells to a high red light
(1500 µmol m−2·s−1) using Single Oxygen Sensor Green fluorescent probe [43] as described in [20].
Supplementary Materials: Supplementary materials can be found at www.mdpi.com/1422-0067/19/1/155/s1.
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Abbreviations
NPQ Non Photochemical Quenching
PSI/II Photosystem I, II
LHC Light Harvesting Complex
LHCSR Light Harvesting Complex Stress Related
LHCII Light Harvesting Complex II
HSP Heat Shock Protein
RBCS2 Ribulose-1,5-bisphosphate Carboxylase/Oxygenase Small Subunit
Chl Chlorophyll
Car Carotenoids
Int. J. Mol. Sci. 2018, 19, 155 14 of 16
References
1. Ben-Shem, A.; Frolow, F.; Nelson, N. Crystal structure of plant photosystem I. Nature 2003, 426, 630–635.
[CrossRef] [PubMed]
2. Wei, X.; Su, X.; Cao, P.; Liu, X.; Chang, W.; Li, M.; Zhang, X.; Liu, Z. Structure of spinach photosystem
II-LHCII supercomplex at 3.2 Å resolution. Nature 2016, 534, 69–74. [CrossRef] [PubMed]
3. Hope, A.B. Electron transfers amongst cytochrome f, plastocyanin and photosystem I: Kinetics and
mechanisms. Biochim. Biophys. Acta 2000, 1456, 5–26. [CrossRef]
4. Caffarri, S.; Tibiletti, T.; Jennings, R.C.; Santabarbara, S. A comparison between plant photosystem I and
photosystem II architecture and functioning. Curr. Protein Pept. Sci. 2014, 15, 296–331. [CrossRef] [PubMed]
5. Tikhonov, A.N. The cytochrome b6f complex at the crossroad of photosynthetic electron transport pathways.
Plant Physiol. Biochem. 2014, 81, 163–183. [CrossRef] [PubMed]
6. Erickson, E.; Wakao, S.; Niyogi, K.K. Light stress and photoprotection in Chlamydomonas reinhardtii. Plant J.
2015, 82, 449–465. [CrossRef] [PubMed]
7. Niyogi, K.K. PHOTOPROTECTION REVISITED: Genetic and Molecular Approaches. Annu. Rev. Plant
Physiol. Plant Mol. Biol. 1999, 50, 333–359. [CrossRef] [PubMed]
8. DemmigAdams, B.; Adams, W.W.; Barker, D.H.; Logan, B.A.; Bowling, D.R.; Verhoeven, A.S.
Using chlorophyll fluorescence to assess the fraction of absorbed light allocated to thermal dissipation
of excess excitation. Physiol. Plant. 1996, 98, 253–264. [CrossRef]
9. Belgio, E.; Kapitonova, E.; Chmeliov, J.; Duffy, C.D.; Ungerer, P.; Valkunas, L.; Ruban, A.V. Economic
photoprotection in photosystem II that retains a complete light-harvesting system with slow energy traps.
Nat. Commun. 2014, 5, 4433. [CrossRef] [PubMed]
10. Patila, S.; Pandit, R.; Lali, A. Responses of algae to high light exposure: Prerequisite for species selection for
outdoor cultivation. J. Algal Biomass Utln. 2017, 8, 75–83.
11. Brestic, M.; Zivcak, M.; Kunderlikova, K.; Allakhverdiev, S. High temperature specifically affects the
photoprotective responses of chlorophyll b-deficient wheat mutant lines. Photosynth. Res. 2016, 130, 251–266.
[CrossRef] [PubMed]
12. Kalaji, H.; Jajoo, A.; Oukarroum, A.; Brestic, M.; Zivcak, M.; Samborska, I.; Cetner, M.; Lukasik, I.; Goltsev, V.;
Ladle, R. Chlorophyll a fluorescence as a tool to monitor physiological status of plants under abiotic stress
conditions. Acta Physiol. Plant. 2016, 38. [CrossRef]
13. Campbell, D.; Hurry, V.; Clarke, A.K.; Gustafsson, P.; Oquist, G. Chlorophyll fluorescence analysis of
cyanobacterial photosynthesis and acclimation. Microbiol. Mol. Biol. Rev. 1998, 62, 667–683. [PubMed]
14. Li, X.P.; Björkman, O.; Shih, C.; Grossman, A.R.; Rosenquist, M.; Jansson, S.; Niyogi, K.K. A pigment-binding
protein essential for regulation of photosynthetic light harvesting. Nature 2000, 403, 391–395. [CrossRef] [PubMed]
15. Peers, G.; Truong, T.B.; Ostendorf, E.; Busch, A.; Elrad, D.; Grossman, A.R.; Hippler, M.; Niyogi, K.K.
An ancient light-harvesting protein is critical for the regulation of algal photosynthesis. Nature 2009, 462,
518–521. [CrossRef] [PubMed]
16. Demmig-Adams, B.; Cohu, C.M.; Muller, O.; Adams, W.W. Modulation of photosynthetic energy conversion
efficiency in nature: From seconds to seasons. Photosynth. Res. 2012, 113, 75–88. [CrossRef] [PubMed]
17. Demmig-Adams, B.; Adams, W.W. Photoprotection in an ecological context: The remarkable complexity of
thermal energy dissipation. New Phytol. 2006, 172, 11–21. [CrossRef] [PubMed]
18. Lepetit, B.; Sturm, S.; Rogato, A.; Gruber, A.; Sachse, M.; Falciatore, A.; Kroth, P.; Lavaud, J. High light
acclimation in the secondary plastids containing diatom Phaeodactylum tricornutum is triggered by the
redox state of the plastoquinone pool. Plant Physiol. 2012. [CrossRef] [PubMed]
19. Wilson, A.; Ajlani, G.; Verbavatz, J.M.; Vass, I.; Kerfeld, C.A.; Kirilovsky, D. A soluble carotenoid protein involved
in phycobilisome-related energy dissipation in cyanobacteria. Plant Cell 2006, 18, 992–1007. [CrossRef] [PubMed]
20. Berteotti, S.; Ballottari, M.; Bassi, R. Increased biomass productivity in green algae by tuning non-
photochemical quenching. Sci. Rep. 2016, 6, 21339. [CrossRef] [PubMed]
21. Kirst, H.; Gabilly, S.T.; Niyogi, K.K.; Lemaux, P.G.; Melis, A. Photosynthetic antenna engineering to improve
crop yields. Planta 2017, 245, 1009–1020. [CrossRef] [PubMed]
22. Chisti, Y. Biodiesel from microalgae. Biotechnol. Adv. 2007, 25, 294–306. [CrossRef] [PubMed]
Int. J. Mol. Sci. 2018, 19, 155 15 of 16
23. Akbari, F.; Eskandani, M.; Khosroushahi, A.Y. The potential of transgenic green microalgae; a robust
photobioreactor to produce recombinant therapeutic proteins. World J. Microbiol. Biotechnol. 2014, 30,
2783–2796. [CrossRef] [PubMed]
24. Lum, K.K.; Kim, J.; Lei, X.G. Dual potential of microalgae as a sustainable biofuel feedstock and animal feed.
J. Anim. Sci. Biotechnol. 2013, 4. [CrossRef] [PubMed]
25. Chisti, Y. Biodiesel from microalgae beats bioethanol. Trends Biotechnol. 2008, 26, 126–131. [CrossRef] [PubMed]
26. Roth, M.S.; Cokus, S.J.; Gallaher, S.D.; Walter, A.; Lopez, D.; Erickson, E.; Endelman, B.; Westcott, D.;
Larabell, C.A.; Merchant, S.S.; et al. Chromosome-level genome assembly and transcriptome of the green
alga Chromochloris zofingiensis illuminates astaxanthin production. Proc. Natl. Acad. Sci. USA 2017, 114,
E4296–E4305. [CrossRef] [PubMed]
27. Stephens, E.; Ross, I.; Mussgnug, J.; Wagner, L.; Borowitzka, M.; Posten, C.; Kruse, O.; Hankamer, B. Future
prospects of microalgal biofuel production systems. Trends Plant Sci. 2010, 15, 554–564. [CrossRef] [PubMed]
28. Ballottari, M.; Truong, T.B.; De Re, E.; Erickson, E.; Stella, G.R.; Fleming, G.R.; Bassi, R.; Niyogi, K.K.
Identification of pH-sensing Sites in the Light Harvesting Complex Stress-related 3 Protein Essential for
Triggering Non-photochemical Quenching in Chlamydomonas reinhardtii. J. Biol. Chem. 2016, 291, 7334–7346.
[CrossRef] [PubMed]
29. Liguori, N.; Roy, L.M.; Opacic, M.; Durand, G.; Croce, R. Regulation of light harvesting in the green alga
Chlamydomonas reinhardtii: The C-terminus of LHCSR is the knob of a dimmer switch. J. Am. Chem. Soc. 2013,
135, 18339–18342. [CrossRef] [PubMed]
30. Pinnola, A.; Cazzaniga, S.; Alboresi, A.; Nevo, R.; Levin-Zaidman, S.; Reich, Z.; Bassi, R. Light-Harvesting
Complex Stress-Related Proteins Catalyze Excess Energy Dissipation in Both Photosystems of Physcomitrella
patens. Plant Cell 2015, 27, 3213–3227. [CrossRef] [PubMed]
31. Dinc, E.; Tian, L.; Roy, L.M.; Roth, R.; Goodenough, U.; Croce, R. LHCSR1 induces a fast and reversible
pH-dependent fluorescence quenching in LHCII in Chlamydomonas reinhardtii cells. Proc. Natl. Acad. Sci. USA
2016, 113, 7673–7678. [CrossRef] [PubMed]
32. Maruyama, S.; Tokutsu, R.; Minagawa, J. Transcriptional regulation of the stress-responsive light harvesting
complex genes in Chlamydomonas reinhardtii. Plant Cell Physiol. 2014, 55, 1304–1310. [CrossRef] [PubMed]
33. Petroutsos, D.; Busch, A.; Janssen, I.; Trompelt, K.; Bergner, S.V.; Weinl, S.; Holtkamp, M.; Karst, U.; Kudla, J.;
Hippler, M. The chloroplast calcium sensor CAS is required for photoacclimation in Chlamydomonas reinhardtii.
Plant Cell 2011, 23, 2950–2963. [CrossRef] [PubMed]
34. Cantrell, M.; Peers, G. A mutant of Chlamydomonas without LHCSR maintains high rates of photosynthesis, but
has reduced cell division rates in sinusoidal light conditions. PLoS ONE 2017, 12, e0179395. [CrossRef] [PubMed]
35. Schroda, M.; Blöcker, D.; Beck, C.F. The HSP70A promoter as a tool for the improved expression of transgenes
in Chlamydomonas. Plant J. 2000, 21, 121–131. [CrossRef] [PubMed]
36. Bonente, G.; Ballottari, M.; Truong, T.B.; Morosinotto, T.; Ahn, T.K.; Fleming, G.R.; Niyogi, K.K.;
Bassi, R. Analysis of LhcSR3, a Protein Essential for Feedback De-Excitation in the Green Alga
Chlamydomonas reinhardtii. PLoS Biol. 2011, 9. [CrossRef] [PubMed]
37. Kim, S.; Lee, D.S.; Choi, I.S.; Ahn, S.J.; Kim, Y.H.; Bae, H.J. Arabidopsis thaliana Rubisco small subunit
transit peptide increases the accumulation of Thermotoga maritima endoglucanase Cel5A in chloroplasts of
transgenic tobacco plants. Transgenic Res. 2010, 19, 489–497. [CrossRef] [PubMed]
38. Bonente, G.; Pippa, S.; Castellano, S.; Bassi, R.; Ballottari, M. Acclimation of Chlamydomonas reinhardtii to
Different Growth Irradiances. J. Biol. Chem. 2012, 287, 5833–5847. [CrossRef] [PubMed]
39. Petroutsos, D.; Tokutsu, R.; Maruyama, S.; Flori, S.; Greiner, A.; Magneschi, L.; Cusant, L.; Kottke, T.; Mittag, M.;
Hegemann, P.; et al. A blue-light photoreceptor mediates the feedback regulation of photosynthesis. Nature
2016, 537, 563–566. [CrossRef] [PubMed]
40. Bergner, S.V.; Scholz, M.; Trompelt, K.; Barth, J.; Gäbelein, P.; Steinbeck, J.; Xue, H.; Clowez, S.; Fucile, G.;
Goldschmidt-Clermont, M.; et al. STATE TRANSITION7-Dependent Phosphorylation Is Modulated by
Changing Environmental Conditions, and Its Absence Triggers Remodeling of Photosynthetic Protein
Complexes. Plant Physiol. 2015, 168, 615–634. [CrossRef] [PubMed]
41. Allorent, G.; Tokutsu, R.; Roach, T.; Peers, G.; Cardol, P.; Girard-Bascou, J.; Seigneurin-Berny, D.; Petroutsos, D.;
Kuntz, M.; Breyton, C.; et al. A dual strategy to cope with high light in Chlamydomonas reinhardtii. Plant Cell
2013, 25, 545–557. [CrossRef] [PubMed]
Int. J. Mol. Sci. 2018, 19, 155 16 of 16
42. Girolomoni, L.; Ferrante, P.; Berteotti, S.; Giuliano, G.; Bassi, R.; Ballottari, M. The function of LHCBM4/6/8
antenna proteins in Chlamydomonas reinhardtii. J. Exp. Bot. 2017, 68, 627–641. [PubMed]
43. Flors, C.; Fryer, M.J.; Waring, J.; Reeder, B.; Bechtold, U.; Mullineaux, P.M.; Nonell, S.; Wilson, M.T.; Baker, N.R.
Imaging the production of singlet oxygen in vivo using a new fluorescent sensor, Singlet Oxygen Sensor
Green. J. Exp. Bot. 2006, 57, 1725–1734. [CrossRef] [PubMed]
44. Betterle, N.; Ballottari, M.; Hienerwadel, R.; Dall’Osto, L.; Bassi, R. Dynamics of zeaxanthin binding to the
photosystem II monomeric antenna protein Lhcb6 (CP24) and modulation of its photoprotection properties.
Arch. Biochem. Biophys. 2010, 504, 67–77. [CrossRef] [PubMed]
45. Giordano, M.; Norici, A.; Forssen, M.; Eriksson, M.; Raven, J. An anaplerotic role for mitochondrial carbonic
anhydrase in Chlamydomonas reinhardtii. Plant Physiol. 2003, 132, 2126–2134. [CrossRef] [PubMed]
46. Kliphuis, A.; Klok, A.; Martens, D.; Lamers, P.; Janssen, M.; Wijffels, R. Metabolic modeling
of Chlamydomonas reinhardtii: Energy requirements for photoautotrophic growth and maintenance.
J. Appl. Phycol. 2012, 24, 253–266. [CrossRef] [PubMed]
47. Langner, U.; Jakob, T.; Stehfest, K.; Wilhelm, C. An energy balance from absorbed photons to new biomass
for Chlamydomonas reinhardtii and Chlamydomonas acidophila under neutral and extremely acidic growth
conditions. Plant Cell Environ. 2009, 32, 250–258. [CrossRef] [PubMed]
48. Vitova, M.; Bisova, K.; Hlavova, M.; Kawano, S.; Zachleder, V.; Cizkova, M. Chlamydomonas reinhardtii: Duration of
its cell cycle and phases at growth rates affected by temperature. Planta 2011, 234, 599–608. [CrossRef] [PubMed]
49. Carbonera, D.; Gerotto, C.; Posocco, B.; Giacometti, G.M.; Morosinotto, T. NPQ activation reduces chlorophyll
triplet state formation in the moss Physcomitrella patens. Biochim. Biophys. Acta 2012, 1817, 1608–1615.
[CrossRef] [PubMed]
50. Kromdijk, J.; Głowacka, K.; Leonelli, L.; Gabilly, S.T.; Iwai, M.; Niyogi, K.K.; Long, S.P. Improving
photosynthesis and crop productivity by accelerating recovery from photoprotection. Science 2016, 354,
857–861. [CrossRef] [PubMed]
51. Chaux, F.; Johnson, X.; Auroy, P.; Beyly-Adriano, A.; Te, I.; Cuiné, S.; Peltier, G. PGRL1 and LHCSR3
Compensate for Each Other in Controlling Photosynthesis and Avoiding Photosystem I Photoinhibition
during High Light Acclimation of Chlamydomonas Cells. Mol. Plant 2017, 10, 216–218. [CrossRef] [PubMed]
52. Xue, H.; Tokutsu, R.; Bergner, S.V.; Scholz, M.; Minagawa, J.; Hippler, M. PHOTOSYSTEM II SUBUNIT
R is required for efficient binding of LIGHT-HARVESTING COMPLEX STRESS-RELATED PROTEIN3
to photosystem II-light-harvesting supercomplexes in Chlamydomonas reinhardtii. Plant Physiol. 2015, 167,
1566–1578. [CrossRef] [PubMed]
53. Semchonok, D.A.; Sathish Yadav, K.N.; Xu, P.; Drop, B.; Croce, R.; Boekema, E.J. Interaction between the
photoprotective protein LHCSR3 and C2S2 Photosystem II supercomplex in Chlamydomonas reinhardtii.
Biochim. Biophys. Acta 2017, 1858, 379–385. [CrossRef] [PubMed]
54. Pinnola, A.; Staleva-Musto, H.; Capaldi, S.; Ballottari, M.; Bassi, R.; Polívka, T. Electron transfer between
carotenoid and chlorophyll contributes to quenching in the LHCSR1 protein from Physcomitrella patens.
Biochim. Biophys. Acta 2016, 1857, 1870–1878. [CrossRef] [PubMed]
55. Bonente, G.; Formighieri, C.; Mantelli, M.; Catalanotti, C.; Giuliano, G.; Morosinotto, T.; Bassi, R. Mutagenesis
and phenotypic selection as a strategy toward domestication of Chlamydomonas reinhardtii strains for
improved performance in photobioreactors. Photosynth. Res. 2011, 108. [CrossRef] [PubMed]
56. León, R.; Couso, I.; Fernández, E. Metabolic engineering of ketocarotenoids biosynthesis in the unicelullar
microalga Chlamydomonas reinhardtii. J. Biotechnol. 2007, 130, 143–152. [CrossRef] [PubMed]
57. Kindle, K.L. High-frequency nuclear transformation of Chlamydomonas reinhardtii. Proc. Natl. Acad. Sci. USA
1990, 87, 1228–1232. [CrossRef] [PubMed]
58. Ferrante, P.; Ballottari, M.; Bonente, G.; Giuliano, G.; Bassi, R. LHCBM1 and LHCBM2/7 polypeptides,
components of major LHCII complex, have distinct functional roles in photosynthetic antenna system of
Chlamydomonas reinhardtii. J. Biol. Chem. 2012, 287, 16276–16288. [CrossRef] [PubMed]
59. Schägger, H.; von Jagow, G. Tricine-sodium dodecyl sulfate-polyacrylamide gel electrophoresis for the
separation of proteins in the range from 1 to 100 kDa. Anal. Biochem. 1987, 166, 368–379. [CrossRef]
© 2018 by the authors. Licensee MDPI, Basel, Switzerland. This article is an open access
article distributed under the terms and conditions of the Creative Commons Attribution
(CC BY) license (http://creativecommons.org/licenses/by/4.0/).
